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AAGCTTTACAGTTACTCAGCACACAGGACCTCACCATGGATTTTGGGCTGATTTTTTTTA 
1 + + + + + + 60 

TTCGAAATGTCAATGAGTCGTGTGTCCTGGAGTGGTACCTAAAACCCGACTAAAAAAAAT 
ALQLLSTQDLTMDFGLI FFI 

TTGTTCTTTTAAAAGGGGTCCAGAGTGAAGTGAAGCTTGAGGAGTCTGGAGGAGGCTTGG 
61 + + + + + + 120 

AACAAGAAAATTTTCCCCAGGTCTCACTTCACTTCGAACTCCTCAGACCTCCTCCGAACC 
VLLKG VQSEVKLEESGGGLV 

TGCAACCTGGAGGATCCATGAAACTCTCCTGTGTAGCCTCTGGATTTACTTTCAGTGGCT 
12 i + + + + + + 180 

ACGTTGGACCTCCTAGGTACTTTGAGAGGACACATCGGAGACCTAAATGAAAGTCACCGA 
QPGGSMKLSCVASGFTFSGY 

ACTGGATGTCTTGGGTCCGCCAGTCTCCAGAGAAGGGGCTTGAGTGGGTTGCTGAAATTA 
181 + + + + + + 240 

TGACCTACAGAACCCAGGCGGTCAGAGGTCTCTTCCCCGAACTCACCCAACGACTTTAAT 

WMSWVRQSPEKGLEWVAEIR 

GATTGAAATCTGATAATTATGCAACACATTATGCGGAGTCTGTGA/^AGGGAAGTTCACCA 
241 + + + + + + 300 

CTAACTTTAGACTATTAATACGTTGTGTAATACGCCTCAGACACTTTCCCTTCAAGTGGT 

LKSDNYATHYAESVKGKFT I 

TCTCAAGAGATGATTCCAAAAGTCGTCTCTACCTGCAAATGAACAGCTTAAGAGCTGAAG 
301 + + + + 4- + 360 

AGAGTTCTCTACTAAGGTTTTCAGCAGAGATGGACGTTTACTTGTCGAATTCTCGACTTC 

SRDDSKSRLYLQMNSLRAED 

ACAGTGGAGTTTATTACTGTACAGATTTCATAGACTGGGGCCAAGGGACACTAGT 

361 + + + + + 415 

TGTCACCTCAAATAATGACATGTCTAAAGTATCTGACCCCGGTTCCCTGTGATCA 
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AAGCTTTACAGTTACTCAGCACACAGGACCTCACCATGAGGTTCTCTGTTCAGTTTCTGG . 
I + + + + + + 60 

TTCGAAATGTCAATGAGTCGTGTGTCCTGGAGTGGTACTCCAAGAGACAAGTCAAAGACC 
C ALQLLSTQDLTMRFSVQFLG- 

GGGTGCTTATGTTCTGGATCTCTGGAGTCAGTGGGGATATTGTGAT/^ACCCAGGATGAAC 
61 + + + + + + 120 

CCCACGAATACAAGACCTAGAGACCTCAGTCACCCCTATAACACTATTGGGTCCTACTTG 
C VLMFWISGVSGD I VITQDEL- 

TCTCCAATCCTGTCACTTCTGGAGAATCAGTTTCCATCTCCTGCAGGTCTAGTAAGAGTC 
121 + + + + + + 180 

AGAGGTTAGGACAGTGAAGACCTCTTAGTCAAAGGTAGAGGACGTCCAGATCATTCTCAG 

C SNPVTSGESVSISCRSSKSL- 

TCCTGTATAAGGATGGGAAGACATACTTGAATTGGTTTCTGCAGAGACCAGGACAATCTC 
181 + + + + + + 240 

AGGACATATTCCTACCCTTCTGTATGAACTTAACCAAAGACGTCTCTGGTCCTGTTAGAG 

C LYKDGKTYLNWFLQRPGQSP- 

CTCAGCTCCTGATGTATTTGATGTCCACCCGTGCATCAGGAGTCTCAGACCGGTTTAGTG 
241 + + + + + + 300 

GAGTCGAGGACTACATAAACTACAGGTGGGCACGTAGTCCTCAGAGTCTGGCCAAATCAC 

C QLLMYLMSTRAS GVSD RFSG- 

GCAGTGGGTCAGGCACAGATTTCACCCTGGAAATCAGTAGAGTGAAGGCTGAGGATGTGG 
301 + + + + + + 360 

CGTCACCCAGTCCGTGTCTAAAGTGGGACCTTTAGTCATCTCACTTCCGACTCCTACACC 

C SGSGTDFTLEI S RVKAEDVG- 

GTGTGTATTACTGTCAACAACTTGTAGAGTATCCATTCACGTTCGGCTCGGGGACAAAGT 
361 + + + + + + 420 

CACACATAATGACAGTTGTTGAACATCTCATAGGTAAGTGCAAGCCGAGCCCCTGTTTCA 
C VYYCQQLVEYP FT FGSGTKL- 

T GG AAAT AAAACG T AC G 
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GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGCCTCC 
I + + + + + + 60 

CTATAACACTACTGAGTCAGAGGTGAGAGGGACGGGCAGTGGGGACCTCTCGGCCGGAGG 
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GTGTGTACGGGTGGCACGGGTCGTGGACTTGAGCGCCCCCGTGGCAGTCAGAAGGAGAAG " 

HTCPPCPAPELAGAPSVFLF 

CCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTG 

721 + + + + + + 780 

GGGGGTTTTGGGTTCCTGTGGGAGTACTAGAGGGCCTGGGGACTCCAGTGTACGCACCAC 

PPKPKDTLMISRTPEVTCVV 

GTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAG 

781 + + + + + + 840 

CACCTGCACTCGGTGCTTCTGGGACTCCAGTTCAAGTTGACCATGCACCTGCCGCACCTC 

VDVSHEDPEVKFNWYVDGVE 

GTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTC 

841 + + + — + + + 900 

CACGTATTACGGTTCTGTTTCGGCGCCCTCCTCGTCATGTTGTCGTGCATGGCACACCAG 

VHNAKTKPREEQYNSTYRVV 

AGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTC 

901 + + + + + + 960 

TCGCAGGAGTGGCAGGACGTGGTCCTGACCGACTTACCGTTCCTCATGTTCACGTTCCAG 

SVLTVLHQDWLNGKEYKCKV 

TCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCC 
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AATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCC 

1141 + + + + + + 1200 

TTACCCGTCGGCCTCTTGTTGATGTTCTGGTGCGGAGGGCACGACCTGAGGCTGCCGAGG 

NGQPENNYKTTP PVLDSDGS 

TTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTC 
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AAGAAGGAGATGTCGTTCGAGTGGCACCTGTTCTCGTCCACCGTCGTCCCCTTGCAGAAG 
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TCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTG 
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y=(A-D)/(1+(x/C) A B)+D 
A=0.0501 B=1.31 C=60.3 D=3.74 
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